Key indicators: single-crystal X-ray study; T = 153 K; mean (C-C) = 0.004 Å; disorder in solvent or counterion; R factor = 0.077; wR factor = 0.236; data-toparameter ratio = 12.9.
In the title compound, C 19 H 13 N 5 Á3CH 4 O, the 2,6-bis(2-benzimidazolyl)pyridine molecule is essentially planar with an r.m.s. deviation for all non-H atoms of 0.185 Å . The crystal structure is stabilized by intermolecular O-HÁ Á ÁO, O-HÁ Á ÁN and N-HÁ Á ÁO hydrogen bonds and weak Á Á Á stacking interactions with centroid-centroid distances of 3.6675 (16) and 3.6891 (15) Å . The atoms of one of the methanol solvent molecules are disordered over two sites with refined occupancies of 0.606(8) and 0.394(8).
Related literature
For the crystal structures of the mono-and sesquihydrate analogs of 2,6-bis(2-benzimidazolyl)pyridine, see: Freire et al. (2003) . For the synthesis of 2,6-bis(2-benzimidazolyl)pyridine, see: Addison & Burke (1981) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Comment
The synthesis of 2,6-bis(2-benzimidazolyl)pyridine has been reported in the literature (Addison & Burke 1981) and the crystal structures of the mono and sesqihydrates of this compound have been determined (Freire et al., 2003) . During our studies of benzimidazole complexes involving a recrystallization of 2,6-bis(2-benzimidazolyl)pyridine from methanol we unexpectedly form the trimethanol solvate (I).
The molecular structure of the 2,6-bis(2-benzimidazolyl)pyridine molecule is shown in Fig. 1 . The molecule is essentially planar with a rms deviation of all non-hydrogen fitted atoms = 0.185. The crystal structure is stabilized by intermolecular hydrogen bonds (see Table 1 ) and weak π···π stacking interactions ( Fig. 2) with, centroid to centroid distances of 3.6675 (16) and 3.6891 (15)Å, between pryridine rings and benzimidazole rings of inversion related molecules.
Experimental 2,6-bis(2-benzimidazolyl)pyridine was prepared by the method of Addison & Burke (1981) . After recrystallization from methanol, fine white needles were formed. The mother liquor was set aside for several days leading to the formation of crystals that were suitable for X-ray diffraction analysis.
Refinement
All H atoms were found in difference electron maps and were subsequently refined in a riding-model approximation with C-H distances ranging from 0.95 to 0.98 Å and with U iso (H) = 1.2 U eq (C) for CH and U iso (H) = 1.2 U eq (O) for OH. H atoms bonded to N atoms were refined independently with isotropic displacement parameters. The atoms of one methanol solvent molecule is disordered over two sites with refined occupancies of 0.606 (8) and 0.394 (8).
Figures Fig. 1 . The molecular structure of the title compound. Displacement ellipsoids are drawn at the 30% probability level. H atoms and solvent molecules have been omitted for clarity. 
